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Urban sprawl increasingly affects the ecology of natural populations, includ-
ing host–microbiota interactions, with observed differences in the gut
microbiota between urban and rural hosts. While different mechanisms
could explain this pattern, dietary uptake constitutes a likely candidate. To
assess the contribution of diet in explaining urban–rural variation in gut
microbiota, we performed an aviary experiment in which urban and rural
house sparrows were fed with mimics of urban or rural diets. Before the
experiment, rural sparrows hosted more diverse gut communities, with a
higher relative abundance of Enterococcaceae and Staphylococcaceae and
lower abundance of genes involved in xenobiotic degradation and lipid
metabolism than their urban counterparts. The experimental diets signifi-
cantly altered gut microbiota α- and β-diversity and taxonomic
composition, with the strongest shifts occurring in individuals exposed to
contrasting diets. Overall, diet-induced shifts resembled initial differences
between free-ranging urban and rural hosts. Furthermore, rural diet had a
positive impact on urban host body mass but only in hosts with the highest
initial gut diversity. Overall, our results indicate that diet constitutes
an important factor contributing to differences in gut microbiota along
the urbanization gradient and provide new insights on possible fitness
consequences of a reduced gut diversity in urban settings.1. Introduction
Human activities are increasingly recognized as dominant drivers of contem-
porary environmental change, and the magnitude, variety and longevity of
these effects have given rise to the launch of a new epoch: the Anthropocene
[1]. While consequences of anthropogenic change at population and species
levels are well documented, putative effects on interspecific interactions are
still less well understood [2,3]. One type of interaction that received increasing
attention within the context of anthropogenic change is that between animal
hosts and their associated gut microbiota, driven by the general expectation
that gut microbiomes are at least partly shaped by the host’s environment.
In support of this, gut microbiomes were earlier shown to vary with habitat
fragmentation and degradation [4,5], pollution of air, water and soil [6,7],
and climate change [8]. Urbanization is increasingly recognized as a key
component of human-induced change, as it combines several such facets of
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2global change [9]. In order to better understand whether and
how urbanization drives variation in the gut microbiome,
the study of wild animal populations present along
urbanization gradients could provide relevant insights on
host–microbiome interactions in urban settings and conse-
quences for host fitness (see [10,11]). Along these lines,
recent studies on bird populations have shown consistent
differences in community diversity and structure, as well as
taxonomic and functional composition of gut microbiota in
relation to urbanization [12,13].
Different non-exclusive mechanisms may explain this pat-
tern linking gut microbiota characteristics to urbanization
levels. First, digestive tracts may host representative samples
of microbial communities present in the surrounding
environment [14], resulting in local variation in gut bacterial
communities [15,16]. As bacterial communities in water and
soil have been shown to vary with urbanization [17,18],
hosts living along such gradients would hence be exposed
to different microbial pools likely to colonize their guts. In
birds, passive uptake of microbiota present in the environ-
ment may occur through feather preening for instance, with
correlations between feather and gut microbiota having
been shown in two birds species [19]. Second, gut micro-
biomes are known to covary with genetic, immune and
morphological traits of hosts [20–22], which by the process
of ‘host filtering’ may select for specific communities [23].
Because such traits have been shown to be impacted by
urbanization (e.g. in birds [24–27]), urban-induced variations
in the gut microbiota may reflect shifts in host traits along the
urban gradient.
A third major mechanism is host diet which depends both
on host environment and host-specific traits, such as nutri-
tional status, food preference or behaviour. Diet comprises
an active intake of food, which is likely to be associated
with specific bacteria, and thus plays a predominant role in
shaping the gut microbiota [28]. A suite of studies have
shown gut microbial differences between hosts specialized
on different food resources (e.g. [29] in birds). Diet-related
variation in gut taxonomic composition has been shown at
the intra-specific level as well [30]. Dietary shifts in urban
populations have been widely observed in mammals [31]
and birds [32]. These might result from an over-abundance
of non-native plants, human food waste or food from artifi-
cial feeders [33–35] or reflect changes in availability of
natural foods as secondary effects of urbanization on trophic
dynamics [36], or even a change in food requirements and/or
feeding strategies [26]. As a result, diet-mediated shifts in gut
microbiota can be expected to occur along urban gradients.
Here, we integrate correlative and experimental approaches
to assess the contribution of the diet in urban-rural variation
in gut microbiota composition of house sparrows (Passer domes-
ticus), an avian commensal of human settlements, with a
particular focus on gut community plasticity in response to
contrasting diets. In sparrows, diet is known to vary according
to urbanization [37]. Recently, Teyssier et al. [13] showed that
gut microbiota in Flemish urban sparrows showed lower diver-
sity, a different taxonomic composition and lower levels of
seasonal variation, than rural birds. Building on these findings,
we here report on an aviary experiment in which sparrows
from three urban and three rural populations in southern
France were fed with mimics of either urban or rural diets.
Gut microbiota were sampled upon capture and after six
weeks of diet treatment. This approach allowed us to describegut microbiota characteristics from free-ranging sparrow
populations in relation to urbanization, to quantify effects of
subsequent diet treatments on microbial diversity, taxonomic
and inferred functional potential, and to assess how exper-
imentally induced dietary shifts in gut microbiota match
natural variation recorded among free-ranging populations.
At the individual level, it allowed us to test whether effects
of diet treatment on host condition vary in relation to their
microbiome characteristics, and to what extent these relation-
ships differ between urban and rural birds. Because gut
microbiota diversity is pivotal for host fitness (for instance,
lower diversity reduces host capacity to assimilate nutrients
[38] and to resist pathogen invasion [39] and probably plays
an essential role in the host’s capacity to respond to environ-
mental change [40]), we specifically examined the impact
of initial gut diversity on the sparrows’ response to the
experimental diets.2. Methods
(a) Study area and sampling
Between 18 September and 5 October 2014, a total of 114 house
sparrows were trapped with mist-nets in sites where house spar-
rows naturally occur (no artificial feeding sites were installed) in
three urban and rural areas in south-western France. Urbaniz-
ation ratio (UR) of the different areas were characterised using
the percentage of build-up area within a 100 m radius around
capture sites, corresponding to the average home range of
house sparrows [41], using 2.2. MIPY Geo (MIPYGeo Grand
Public) and CORINE Land Cover maps. Urbanization ratio
(UR) was 100% in the three urban plots (Toulouse: 43°3601700
N, 1°2605000 E; Tarbes: 43°1305700 N, 0°404100 E; Pau: 43°180 N,
0°2204200 W) and only a few per cent in the three rural plots (Cara-
man: 43°3104200 N, 1°4401100 E; UR = 3.77%; Montégut: 43°2505700
N, 0°5801100 E; UR = 5.03%; Cologne: 43°4205700 N, 0°5503900 E;
UR = 3.95%). Upon capture, each individual was ringed, aged,
sexed, weighed and measured (tarsus), and their cloacal micro-
biota were sampled (see below). After sampling, all birds were
transferred to experimental aviaries located at the Station
d’Ecologie Théorique et Expérimentale (Moulis, France).
(b) Microbiota sampling
Gut bacterial communities were sampled by gently inserting a
sterile pipette tip into the cloaca of each bird, injecting 200 µl
of sterile phosphate-buffered saline, and then drawing it out
again. Samples were immediately placed in sterile vials, kept in
a coolbox in the field and later stored at −20°C. Prior to
sampling, the exterior of the cloaca was cleaned with alcohol to
avoid contamination from external bacteria. Control samples
were collected by pipetting 200 µl of the saline solution into a
sterile vial to check for possible contamination of the pipette
tips and the saline solution during sampling and preparation.
While each part of the digestive tract harbours specific bacterial
communities, microbial shifts incurred in the higher intestine of
birds are believed to lead to concurrent shifts in cloacal commu-
nities (e.g. [42]), making cloacal sampling a reliable non-invasive
technique to study inter-individual variability in gut communities
(e.g. on various bird species [43–45]).
(c) Diet experiment
The diet experiment lasted six weeks in which birds were kept in
an outdoor aviary composed of identical cages of 4 m × 1 m ×
3 m equipped with roosting boxes and bamboo plants for perch-
ing. Birds from the same capture site were kept in small groups
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3(average 4.75 ± 0.74, range: 3–6), with age and sex distributions
as constant as possible across groups. Birds were then randomly
assigned to one of the two experimental diets: an ‘urban diet’
treatment composed of 30% maize, 25% bread, 25% cake and
20% potato chips, and a ‘rural diet’ treatment composed of
49% maize, 24% wheat, 24% sunflower seed and 3% dried meal-
worm (see electronic supplementary material, figure S1 for
details of the experimental design). These diets were selected
according to the literature review ([37] and references therein).
A detailed description of the nutritional composition of each
diet is given in Salleh et al. [46]. When both diets were simul-
taneously provided to free-ranging individuals in a
standardized design, urban individuals preferred the ‘urban
diet’ and vice versa (L.d.N. 2015, unpublished data), suggesting
that our experimental diets realistically mimicked the natural
ones. Birds were fed ad libitum. Gut microbiota of all birds was
resampled at the end of the experiment. Animal welfare, main-
tenance and experimental procedures followed French
regulations and guidelines (DREAL permit no. 31-2014-09). Spar-
rows were caught under capture and ringing permit no. 15038
(French National Natural History Museum).
(d) PCR amplification and high-throughput sequencing
Bacterial DNA was extracted using the Qiagen DNeasy Blood &
Tissue Kit and the standard protocol designed for purification of
total DNA from Gram-positive bacteria (Qiagen, Venlo, Nether-
lands). The V5-V6 region of the bacteria 16S rRNA gene was
amplified by PCR. The library construction (PCR-free Biooscien-
tific library preparation kit) and the sequencing (Illumina MiSeq
250 bp paired-end v3 chemistry) were performed at the Geno-
pole of Toulouse (France). Further details regarding DNA
amplification and sequencing are described in the electronic
supplementary material.
(e) Bioinformatic analysis
Illumina sequencing data were processed and filtered using the
OBITools package [47]. OTUs clustering (SWARM algorithm
with 97% similarity threshold) and taxonomic assignation
(SILVA 132-16S gene data bank) were performed using
FROGS, a Galaxy pipeline [48]. After removal of contaminants
and singletons, our dataset comprised 186 OTUs with an aver-
age of 5637.7 ± 107.12 (s.e.) reads per samples. Full details
on data processing and filtering are provided in electronic
supplementary material.
Inferred functional potential of bacterial communities were
analysed using PICRUSt ([49] further details in electronic
supplementary material).
( f ) Statistical analyses
Microbiota α-diversity was measured using OTU richness, Chao1
index (accounting for undetected rare OTUs) and Shannon
diversity index. Variations in α-diversity, body condition and
microbiota inferred functional potential were analysed with
generalized linear mixed effect models. Full details on models
construction, parameterization and final model selection are
provided in electronic supplementary material.
Variations in microbiota β-diversity were analysed using per-
mutational multivariate analysis of variance (PERMANOVA;
Adonis function) on dissimilarity matrices based on Jaccard,
Bray–Curtis and Unifrac distances. Analyses were performed
with R using the VEGAN package [50] and details of the parame-
terization of the adonis models found in electronic supplementary
material, methods. Inter-group dissimilarities were analysed with
linearmodels including all pairwise Jaccard distances between the
different diet-origin combinations. As Jaccard and Bray–Curtis
distances yielded similar results, thus indicating that relativeabundances do not contribute much to β-diversity in our dataset,
only results using Jaccard distances are shown.
Differences in taxonomic composition were analysed using
linear discriminant analysis on effect size (LEfSe, [51]) using a
non-parametric Kruskal–Wallis test to detect abundance differ-
ences and linear discriminant analysis (LDA) to estimate the
effect size of each differentially abundant features using the
Galaxy pipeline.3. Results
(a) Variation in microbiota according to urbanization
(before the experiment)
Adult sparrows from urban populations showed less diverse
gut microbiota communities compared to rural ones, whereas
juveniles did not differ in α-diversity (GLMM: urbanization ×
age: OTU richness, T1,32 = 7.41, p = 0.01; Chao1, T1.32 = 7.41,
p = 0.01, figure 1a; electronic supplementary material, figure
S5). With the Shannon index, these differences were not sig-
nificant (GLMM: urbanization: T1,4 = 4.49, p = 0.1) indicating
that species evenness is not an important factor explaining
urban-rural variation. Inter-individual microbial similarity
was significantly explained by urbanization ratio and capture
site (PERMANOVA: urbanization F = 3.23, R2 = 0.03, p = 0.001,
figure 1b; capture site, F = 2.24, R2 = 0.1, p = 0.001; electronic
supplementary material figure S6; see also electronic sup-
plementary material, table S2). Urbanization also shaped the
taxonomic composition of gut microbiota, with rural hosts
showing significantly higher abundances of two Firmicutes
families in particular, Enterococcaceae and Staphylococcaceae,
and urban hosts showing higher abundances of Lactobacillaceae
(see figure 1c for stats and electronic supplementary material,
figures S7 and S8 for a full overview of taxonomic differ-
ences). Inferred gene content associated with two metabolic
functions, xenobiotic degradation (F1,102 = 5.94, p = 0.02) and
lipid metabolism (F1,102 = 5.8, p = 0.02), were significantly
over-represented in the gut microbiome of urban sparrows
when compared with their rural counterparts (figure 1d ),
while no differences related to urbanization were found
in the 10 other KEGG2 functional features (see electronic
supplementary material, figure S9).
(b) Variation in microbiota induced by the diet
experiment
Our experimental treatment involved six weeks of captivity
which induced strong shifts in α- and β-diversity, taxonomic
composition and inferred functional potential of the micro-
biota of all individuals (i.e. irrespective of their origin or
diet). Moreover, inter-host similarity significantly increased
over the course of the experiment. Captivity explained most
of the variation observed in the gut microbiota during the
experiment (detailed results can be found in electronic sup-
plementary material, results). In the following section, we
examine to which extent the experimental diet influenced
the remaining variance (not explained by captivity per se),
by focusing specifically on differences associated with the
diet treatment.
Diet treatment caused significant changes in gut α-diversity,
with the urban diet inducing a decrease in diversity over the
time of the experiment (mean diff. Shannon=−0.14 ± 0.15),
and the rural diet inducing an increase (mean diff. Shannon=
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Figure 1. (a) Bacterial species richness (log of OTU richness) of free-ranging house sparrows according to urbanization and bird age. (b) PCoA ordination based on a
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(Online version in colour.)
Table 1. Summary of statistical models explaining the change in the
Shannon index (diff. Shannon) between pre- and post-experimental
treatment.
factor estimate t-value p-value
diet −0.64 T1,15 =−2.45 0.03
origin 0.18 T1,15 = 0.62 0.03
diet × origin 0.33 T1,15 = 0.69 0.42
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40.33 ± 0.15; table 1). However, the strength of these diet-
induced changes was also significantly influenced by the
birds’ origin (table 1). Overall, diet effects were strongest
when the experimental diet did not match the origin, with
the strongest decrease observed in birds of rural origin fed
on an urban diet (diff. Shannon: −0.39 ± 0.19) and the strongest
increase in urban birds fed on a rural diet (diff. Shannon + 0.58
± 0.22; figure 2). Diet treatments also resulted in significant
shifts in gut microbiota composition (PERMANOVA: F = 2.05,
R2 = 0.01, p= 0.001), although the influence of origin was still
maintained (F = 2.2, R2 = 0.01, p= 0.002). Post-experimentalmicrobiota composition was most dissimilar to pre-experimen-
tal microbiota when sparrows were fed on a contrasting diet
(PERMANOVA: origin × diet: F = 1.5, R2 = 0.01, p= 0.03; elec-
tronic supplementary material, figure S10). Corollarily, the
microbiota of urban birds fed on a rural diet shifted more
towards the pre-experimental microbiota of rural birds (inter-
group similarity: 31.04 ± 0.16%) than did the microbiota of
urban birds fed on an urban diet (intergroup similarity 28.3
± 0.17%, F1,2182 = 143.2, p< 0.0001).
The diet treatment also caused significant shifts in taxo-
nomic composition with birds fed on a rural diet showing
significantly higher abundances of Enterococcaceae, and
Staphylococcaceae in particular (figure 3). Similarly to the
patterns in α- and β-diversity, the strongest taxonomic shifts
occurred when sparrows were fed on a contrasting diet with
respect to their origin (figure 3; electronic supplementary
material, figure S11).
In terms of metabolic inferred functional potential, the
most significant shifts were induced by the captivity regard-
less of the diet (see electronic supplementary material,
figure S4 for details). When focusing on both functions that
significantly differed between rural and urban free-living
sparrows (i.e. lipid metabolism and xenobiotic degradation),
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5we observed that diet treatments did not induce any signifi-
cant change in urban birds (lipid: F1,34 = 0.52, p = 0.47;
xenobiotics: F1,34 = 1.2, p = 0.3), but significantly increased
these metabolic features in rural birds (lipid: F1,43 = 50.9,
p < 0.0001; xenobiotics: F1,43 = 51.1, p < 0.0001; figure 4), with
such shifts being most pronounced when fed on an urban
diet.
(c) Impact of microbiota variation on host condition
There was no significant correlation between individual host
body condition and microbiota α-diversity (OTU richness,
Chao1 and Shannon) neither before nor after the experimen-
tal treatment (p > 0.05 for all). However, changes in body
mass during the experiment covaried with the diet treatment
in interaction with bird origin and initial gut diversity
(GLMM: gut diversity × diet × origin, OTU richness: F1,60 =
4.14, p = 0.05; Chao1: F1,60 = 4.14, p = 0.05; non-significant
trend with Shannon: F1,60 = 3.18, p = 0.08) but not with the
initial β-diversity (GLMM: PCo 1: F1,63 = 3.38, p = 0.07; PCo2: F1,63 = 1.91, p = 0.17). Urban individuals exposed to a rural
diet gained most mass, in particular when characterized by
high α-diversity in gut microbiota before the diet treatment
(figure 5).4. Discussion
(a) Effect of urbanization on the gut microbiota of free-
ranging sparrows
Comparison of the gut microbiota of sparrows sampled before
the experiment shows a clear contrast in gut community fea-
tures according to urbanization. First, urbanization of the
sites of capture affected α-diversity, with urban adult birds
hosting less diverse communities than rural birds. Second, it
influenced gut community β-diversity in that community
OTU composition was most explained by the level of urbaniz-
ation of the site of capture. Third, it was associated with
significant taxonomic shifts, with urban gut microbiomes
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6being characterised by lower levels of Enterococcaceae, Staphy-
lococcaceae and higher levels of Lactobacillaceae. Last,
sequences involved in lipid metabolism and xenobiotic degra-
dation were overrepresented in urban gut communities. These
results largely corroborate the findings of recent studyon house
sparrows in Flanders (Belgium), where urban individuals
showed a similar decrease in gut diversity, lower levels of Sta-
phylococceae, higher levels of Lactobacillaceae and increased
levels of xenobiotic degradation functions [13]. These simi-
larities are all the more striking as both studies were carried
out in substantially different geographical areas and contexts,
suggesting that the patterns observed are not due to specific
regional contexts, but to a consistent urbanization effect in
this species. A recent studyonCalifornianwhite-crowned spar-
rows (Zonotrichia leucophrys) showed higher gut diversity in
urban populations [12]. New World cities comprise much
greener and less built-up habitats when compared with Euro-
pean ones [52] suggesting that ‘urban environments’ in
different geographical regions may not constitute true repli-
cates. This is supported by the strong positive correlation
between green cover and gut diversity found by Phillips et al.
[12] which actually corroborates the findings of Teyssier et al.
[13] and this study rather than contradicts them.While addres-
sing effects of human presence rather than of urbanization per
se, another recent study on two species of Darwin’s finch
reported a lower gut diversity in areaswhere humanswere pre-
sent, for one of both species [53]. These similarities irrespective
of host taxa, geographical region and ecological context,
especially with regard to reduced α-diversity, beg the questionas to the mechanisms that explain this trend, with dietary
changes comprising the most likely candidate.(b) Effect of the diet experiment on the gut microbiota
One of the main patterns we observed is that the experiment in
itself induced large shifts in the gut microbiota in all birds,
regardless of diet type andorigin. Inparticular, it induced a gen-
eral increase in bacterial richness, explained most of the
variation in β-diversity, and substantially modified taxonomic
composition and inferred functional potential. Furthermore,
weobserveda significant andgeneral increase inmicrobial simi-
laritybetweenbirds sharing the same cageover the course of the
experiment. The housing in aviaries for over six weeks, invol-
ving drastic changes in the birds’ environment (and
associated environmental bacteria), but also inevitable modifi-
cations in behaviour, social interactions, as well as various
physiological features all probably play a part in this general
captivity effect, which has been well described in birds (e.g.
[54,55]). Although it does not allow us to distinguish between
the various aforementioned mechanisms, this captivity effect
highlights the primordial importance of non-dietary factors in
explaining microbiome variation at the intraspecific scale.
Despite this strong and pervasive effect of captivity,
which homogenized the gut communities and could have
potentially masked all other types of signal, our experimental
urban and rural diets induced specific and significant shifts
in the α-diversity, the taxonomic and functional features as
well as the overall composition of the microbiota.
royalsocietypublishing.org/journal/rspb
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7Overall, the rural diet caused an increase in microbiota
diversity whereas the urban diet led to reductions, with the
strongest decrease impacting rural birds fed on an urban
diet. These diet-induced diversity changes were likely related
to differences in nutrient composition between experimental
diets. Chemical analyses showed our urban diet to contain
lower energy and protein content and, in particular, only
half as much fibre than the rural diet [46]. Dietary fibres con-
tain abundant complex carbohydrates (also known as
MACs—microbiota-accessible carbohydrates) which serve as
the primary source of carbon and energy for the distal gut
microbiota and as a result play a crucial role in shaping gut
communities [56]. Numerous studies in mammalian models,
including humans, have shown that low-MAC diets (low
fibre, high fat and processed food) lead to a drastic and some-
times long-term reduction in gut microbiota diversity ([56] and
references therein). Such diets select for a small number of
bacterial taxa that are favoured by low-MAC diets and out-
compete the numerous taxa required to metabolize the
complex polysaccharides contained in fibres. Since our urban
diet contained both less fibre and more processed food, the
same process is likely to be at play in our experiment.
The taxonomic shifts induced by our experimental diets
were characterized by the increase, under the rural diet, in
the relative abundance of two families of Firmicutes (Entero-
coccaceae and Staphylococcaceae), a phyla usually positively
associated with the metabolism of dietary plant polysaccharids
[57]. Quite remarkably, these two families happen to be the
taxa which most significantly characterised the free-ranging
rural birds prior to the experiment. Experiments in poultry
showing an increase in Enterococcaceae [58] and Staphylococ-
caceae [59] with a wheat-dominated diet support the
possibility that wheat content may be the main driver of
such increases in our experiment (25% wheat in our rural
diet versus 0% in the urban diet).
While the experiment itself (aviary conditions and/or arti-
ficial diet) was the main factor inducing shifts in most inferred
metabolic function features, we observed an increase in
inferred lipid metabolism and xenobiotic degradation poten-
tial in rural birds and this was more pronounced when they
were fed on an urban diet. This suggests that the microbiota
not only shifted taxonomically but also in functional potential,
likely in response to the more fatty urban diet and possibly
also due to the presence of pollutants in the urban diet [60].
This increase was not observed in urban birds, likely because
these features were already high before the start of the
experiment. Overall, post-experimental gut communities
of sparrows fed on urban and rural diets resemble those of
wild-caught urban and rural sparrow prior to experimental
treatment, respectively. This finding provides evidence
that the variation in gut microbiota we observe along urban
gradients is indeed, to a certain extent, mediated by diet.
(c) Gut microbiota plasticity in response to diet change
and effects on host body condition
Gut bacterial communities have been shown to be extremely
plastic entities that undergo rapid changes in structure, diver-
sity and relative abundances of different taxa in response to
environmental changes [61]. In particular, there is evidence
that the gut microbiota responds rapidly to short-term diet
changes [62]. Moreover, it has been hypothesized that this
microbiota plasticity could facilitate host acclimation in theface of rapid environmental variation [40]. In our data, a cer-
tain fraction of the microbiota remains stable despite the diet
experiment: after six weeks of the experiment, bird origin
still explains a significant part of the variation in α-diversity,
taxonomic composition (unchanged levels of Lactobacillaceae
in urban birds) and β-diversity (post-experiment origin effect
in PERMANOVA), indicating that a part of the original urban
versus rural enterotype is maintained, possibly due to long-
term dietary effects [28], or genetic or early-life effects [63]
for instance. Yet, another substantial fraction of the microbiota
responded strongly to the diet change as illustrated by the fact
that in all microbiota metrics (α-diversity, β-diversity, taxo-
nomic and functional composition), changes were strongest
when the experimental diet deviated most from the pre-exper-
imental one. Interestingly, our results showed that rural
sparrows fed on an urban diet underwent more important
microbiota changes than urban ones fed on a rural diet. This
pattern could simply be due to the possibility that, despite
our efforts to mimic the natural diets as faithfully as possible,
the experimental rural diet was less different to the natural
urban diet than the contrary. An alternative explanation is
that the rural gut microbiota is more plastic than the urban
gut microbiota. Such higher plasticity would make sense in
the light of the diversity differences between urban and rural
microbiotas: the probability of hosting taxa adapted to the
novel diet is higher when there is a larger pool of selectable
taxa (and functions). Furthermore, the seasonal variation in
diet in rural environments, which translated into seasonal
variation in gut microbiota in rural but not in urban sparrows
[13], could increase the probability of regularly acquiring new
taxa, thus facilitating such plasticity in rural birds. In support
of this consideration, it has been shown in mice that the nega-
tive effects of a low-fibre diet on the gut microbiota is largely
reversible within one generation, but that a long-term and
multigenerational low-fibre diet leads to an irreversible loss
of diversity which cannot be restored by the reintroduction
of a high-fibre diet [56], indicating a loss in plasticity. Likewise,
it has been suggested in humans that the stable homogeneity
of the industrialised diet (as opposed to the seasonal variation
in hunter–gatherers) could have contributed to the extinction
of seasonally volatile taxa within the gut [64].
Whenwe investigated themicrobiota-mediated effect of diet
change on host condition, we found that urban birds gained
weight on a rural diet when their initial gut diversity was high,
whereas the rural diet induced a weight loss when the initial
gut microbiota was low. In other words, urban birds only bene-
fited from the positive impact of a rural diet (more fibre, energy
and protein) when their gut microbiota was high at the start of
the experiment, suggesting that the reduced taxonomic and
functional diversity in urban birds (found in this study and
[13]) prevented them from properly metabolizing the complex
polysaccharides present in the rural diet. Long-term exposure
to an urban diet could thus not only lead to a loss of diversity,
but also a loss of plasticity of the gut microbiota, thereby redu-
cing the capacity of urban hosts to benefit from novel (and
potentially beneficial) diets. Further studies specifically testing
this hypothesis, through experimental reductions in gut diver-
sity for instance, as were recently examined in house sparrow
nestlings [65] would be useful to validate this supposition.
In conclusion, we here provide experimental evidence that
differential food sources available to sparrows in cities and
rural areas likely contribute to the observed variation in diver-
sity, taxonomic and functional composition of their gut
royalsocietypublishing.org/journal/rspb
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8microbiota. Our data further suggest that the loss of diversity
and shifts in composition and inferred function induced by
urban diets may negatively impact urban hosts through a
reduction in gut microbiota plasticity, thus hampering the
host’s capacity to cope with change. A broader perspective
brought by this study is that by providing urban dwellers
access to processed, low-fibre food, the industrialization and
Westernization of human diets could possibly induce collateral
negative effects on other species found in urban environments.
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